Figure S1. Conversion tract definition and haplotypes categorization
Double stranded DNA is shown by red and blue arrows. Only varying positions between homologues (SNPs) are shown. In this example the product of a crossover is shown. The conversion tract is defined as the interval (between dashed lines) in which we observe non--Mendelian segregation (3:1) as opposed to Mendelian segregation (2:2). The length (L) of this tract is the physical distance between the two SNPs at the boundaries of the conversion tract interval. Those two SNPs are used to assign parental haplotypes to GC/AT--flanked categories. The ∆GC measure corresponds to the difference in the number of G+C nucleotides between the two parental haplotypes within the conversion tract. The haplotype categories corresponding to this specific example are indicated in grey.
Conversion)tract) ))))))a-ributes:)
Tetrad)a?er)a) crossover)event) Conversion)tract) Segrega@on) 2:2) 2:2) 3:1)
∆GC=4&3=1)
Meiosis) Figure S2 . Conversion bias towards GC--richer haplotypes (defined with a more stringent AT/GC--richer polymorphisms are defined here by |ΔGC| > 1/3 (Text S2). The conversion bias towards GC--richer haplotypes (b) was computed for simple conversion tracts, taken all together (white bar) or separating tracts associated with COs (blue bar) and NCOs (yellow bar). "N" is the number of genotyped haplotypes in each category. The red horizontal line indicates Mendelian expectation (b=0). Significant conversion biases are indicated by "*" for a p--value≤0.05 and "**" for a p--value≤0.01, one--sample proportion test (see methods). The "*" between "CO" and "NCO" bars denotes the fact that the conversion bias towards GC--richer haplotypes is significantly different between CO and NCO events (two--sample proportion test, see methods). 
